Additional Supplementary methods

Other Data sets
In order to compare and corroborate the methylation and expression of Cbx7 and other genes evaluated in the study, the fold change and beta values were further derived from various publicly available data portals, including The Cancer Genome Atlas (TCGA) dataset (Agilent and Affymetrix platforms), REMBRANDT dataset and GSE22867 dataset.
RNA extraction, cDNA conversion and Quantitative RT-PCR analysis
Total cellular RNA was isolated using Trizol reagent (sigma). RNA thus isolated was analysed for its purity and integrity by Nano-drop and gel electrophoresis. 2 µg of total RNA was used for cDNA conversion using High capacity cDNA reverse transcription kit the (applied biosystems, USA) according to the manufacturer's protocol. cDNA generated was diluted with nuclease free water in the ratio of 1: 10 such that the final concentration of the cDNA was 10 ng/ul. Real-time PCR was done using the ABI PRISM 7900 HT Sequence Detection System (Life technologies, USA) under default conditions: 95°C for 15 minutes, 40 cycles of 95°C for 20 seconds, 60°C for 25 seconds and 72°C for 30 seconds. Expression was analyzed using GAPDH, 18S RNA and RPL35a as a reference gene and the ddCt method.
Transcriptome analysis by RNA sequencing
The RNA samples were assessed for quality and quantity using Agilent's Bioanalyser. 1 ug of RNA from each sample was used for library preparation. The library for sequencing was prepared using TrueSeq RNA sample preparation kit as per the manufacturer's guidelines (Cat # RS-122-2001) . The library was then re-quantified using Agilent's Bioanalyser as well as real-time qPCR. 120 ul (10pM) of each sample library was taken, the strands were denatured and finally subjected to cluster generation on the flow-cell in the cBot system using TruSeq PE Cluster kit (Cat # PE-401-3001). The flow cell was finally subjected to two rounds of sequencing (Read 1 and Read 2) and the results were obtained as intensity files. Sequencing was conducted on Illumina HiScanSQ using Truseq SBS V3 technology for 50 base pair paired-end reads RNA sequencing (Cat # FC-401-3002). Raw reads obtained were mapped to the human reference genome (hg19) using TopHat (version 2.0.10). The alignment files were thereafter subjected to Cufflink (version 2.2.0) to generate a transcriptome assembly. Each of the transcriptome assemblies was merged using Cuffmerge utility, to generate the final transcriptome assembly. The transcriptome assembly thereby generated and alignment file were analysed through Cuffquant utility to quantify gene and transcript expression. Normalization of quantified gene and transcript expression was carried out using Cuffnorm utility. Differentially expressed genes were identified using Cuffdiff utility and those having fold change above +/-1.5 with FDR-adjusted p-value <0.05 were considered. 
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